G protein coupled receptor (GPCR) signalling covers three major mechanisms. GPCR agonist engagement allows for the G proteins to bind to the receptor leading to a classical downstream signalling cascade. The second mechanism is via the utilization of the β-arrestin signalling molecule and thirdly via transactivation dependent signalling. GPCRs can transactivate protein tyrosine kinase receptors (PTKR) to activate respective downstream signalling intermediates. In the past decade GPCR transactivation dependent signalling was expanded to show transactivation of serine/threonine kinase receptors (S/TKR). Kinase receptor transactivation enormously broadens the GPCR signalling paradigm. This work utilizes next generation RNA-sequencing to study the contribution of transactivation dependent signalling to total protease activated receptor (PAR)-1 signalling. Transactivation, assessed as gene expression, accounted for 50 percent of the total genes regulated by thrombin acting through PAR-1 in human coronary artery smooth muscle cells. GPCR transactivation of PTKRs is approximately equally important as the transactivation of the S/TKR with 209 and 177 genes regulated respectively, via either signalling pathway. This work shows that genome wide studies can provide powerful insights into GPCR mediated signalling pathways.
Introduction
G protein coupled receptors (GPCRs) are the most prolific and polyfunctional receptors in biology [1, 2] . GPCRs control diverse physiological functions which include, relaxation of blood vessels, acceleration of heart rate, transmission of sight impulses, biorhythms and olfaction [3] . Drugs targeting GPCRs are the largest class of therapeutic agents for diseases including but not limited to: cardiovascular disease, cancer, hypertension and asthma [4] [5] [6] [7] [8] . The current paradigm of GPCR signalling covers three major pathways: firstly the well-defined classic signalling pathway which agonist engagement causes G protein binding to the receptor with subsequent downstream signalling leading to functional responses [9] [10] [11] . Secondly, the β-arrestin scaffold pathway which leads to the activation of multiple downstream signalling cascades [12] . Two decades ago, the GPCR signalling pathways were complemented by the finding that GPCRs could activate protein tyrosine kinase receptors (PTKRs) leading to the activation of the downstream signalling pathways [13] . This pathway termed transactivation, is the third major signalling pathway of GPCR which was recently expanded to include GPCR mediated transactivation of serine/threonine kinase receptors (S/TKR) [14] [15] [16] [17] [18] .
The activation of PTKRs by a GPCR immensely expands the range of cellular functions attributable to GPCRs [13, 19, 20] . An example from the vascular biology field is the acute activation of an Angiotensin II receptor in a transactivation independent response leads to a very rapid mobilization of intracellular calcium ions and vascular contraction [21] whereas transactivation of PTKRs leads to a slow vascular remodelling due to cell proliferation and extracellular matrix synthesis [22] . Angiotensin II transactivation goes beyond the vasculature, this signalling pathway has also been shown to be important in kidney [23] , heart [24, 25] and cancer [26] . The paradigm of GPCR transactivation signalling has expanded to include the transactivation of the S/TKR and notably the transforming growth factor (TGF)-β receptor (TGFBR1). The phenomenon of transactivation dependent signalling of the PTKR family includes receptors for epidermal growth factor (EGF), platelet derived growth factor, insulin-like growth factor-1 and fibroblast growth factor [13, [27] [28] [29] . However GPCR dependent transactivation of the S/TKR is currently restricted to the TGF-β receptor superfamily [15] [16] [17] [18] [30] [31] [32] .
In human vascular smooth muscle cells (VSMCs) the mechanisms involved in PAR-1 mediated transactivation of the PTKR, EGFR, and the S/TKR, TGFBR1, have been partially defined. PAR-1 transactivation of the EGFR involves the activation of cell surface matrix metalloproteinases that cleave and release membrane anchored EGFR ligands. PAR-1 transactivation of the TGFBR1 is mediated by cytoskeletal rearrangement which activates ROCK signalling, leading to the activation of cell surface integrins, which bind to the latent TGF-β complex. This allows for the TGF-β ligand to bind to its receptor. These two transactivation dependent pathways are fully functional in the context that they lead to glycosaminoglycan (GAG) enzyme expression [33] and GAG chain elongation [15] . Beyond this model of proteoglycan synthesis in VSMCs the important transactivation signalling to GPCR signalling is unknown.
To recognize the extent of transactivation dependent signalling a genome-wide study can help identify some promising candidates of PAR-1 transactivation of the TGFBR1 or EGFR. Whole genome RNA sequencing allows for the comprehensive study of the mRNAs in the sample. This new platform has produced high throughput sequencing in the study of various diseases [34] [35] [36] [37] [38] . Hannan [39] adapted a similar approach to identify the underlying biology in transactivation of the EGFR. Using a functional siRNA screen of the human genome, the role of 720 kinases was investigated in Angiotensin II mediated transactivation of the EGFR [39] . However in the present study, RNA sequencing analysis was employed to provide an approach to examine the changes induced by PAR-1 transactivation dependent signalling in global gene expression in human coronary artery smooth muscle cells (CASMCs). 
Cell culture
Human CASMCS (purchased from Lonza Cat No. CC-2583, Lot No. 0000317155) were grown in DMEM (5mM glucose, 10% FBS and 1% antibiotics at 37˚C in 5% CO 2 ) and were seeded in 60 mm dishes. Cells were grown to confluence then rendered quiescent by serum deprivation for 48 hours. Inhibitors to TGFBR1 (SB431542 10μM) and EGFR (AG1478 5μM) were preincubated for 30 mins prior to treatment with thrombin (10 units/ml) for 6 hours. RNA extraction and library preparation followed the manufacturer's instructions.
Quality control and read alignment
QuadTrim was used for quality trimming of RNA-sequencing reads. Raw reads with Q-score greater than 20 (>Q20) were retained for further analysis. High quality filtered reads were aligned to the human reference genome (hg19) using Bowtie v2.2.4 and TopHat v2.1.1 [40, 41] . Uniquely mapped reads were then used for counting reads using HTSeq [42] .
Differential gene expression and functional analysis
The genes differentially expressed between the different treatments were identified using edgeR v3.0.7 [43] , a Bioconductor package of R statistical environment [44] . This method uses a Poisson distribution to model genic read counts following normalization based on size factors and variance, therefore this software allows normalization of RNA-sequence data based on sequencing depth GC content and gene length for analysis of differentially expressed genes. Differentially expressed genes were defined with log2FC of >0.7 or <-0.7 significant at p value <0.01 (FDR 0.05). STRING (v10.0) (http://string-db.org), a publically available online database of functional interaction [45] was used to identify gene ontology analysis and networks, the differentially expressed genes were analysed. The Venn diagrams were depicted using JVENN an interactive tool to view Venn diagrams and respective lists [46] .
Western blotting
Total cell lysates were resolved on 10% SDS-PAGE and transferred onto PVDF. Membranes were blocked with 5% bovine serum albumin, incubated with ANKRD1 polyclonal antibody (ab88456) and followed by HRP anti-rabbit IgG and ECL detection.
Assessing mRNA gene expression
The mRNA level of ANKRD1 was determined by real-time polymerase chain reaction (RT-PCR). Total RNA was isolated from treated CASMCs using RNeasy Mini kit (Qiagen) according to the manufactures' instructions. First strand cDNA was synthesized from 1μg RNA using Quantitect reverse transcriptase kit (Qiagen). Quantitative RT-PCR was performed using Qiagen Rotor Gene Q and QuantiNova SYBR Green PCR Master Mix kit (Qiagen). RT-PCR used human specific ANKRD1 primer sequences. The data was normalized to 8S as the house keeping gene. Relative expression of mRNA levels was quantified using comparative delta delta Ct method.
Results and discussion

Gene expression profiles of the treatments
A genome wide RNA-Seq sequencing study was conducted to determine the portion of GPCR signalling which is occurring via transactivation dependent signalling in human CASMCs (Fig 1) . The individual treatment groups (Basal, Thrombin, Thrombin+AG1478, Thrombin+SB431542 or Thrombin+AG1478+SB431542) contained 2-4 individual samples pooled together for each of the groups to identify the differentially expressed genes. A total of 3 pooled samples from RNA isolated from untreated CASMCs (Fig 1A) , averaged 8 million reads and 82.7% of the total reads were mapped to the human reference genome (hg19). The RNA was harvested from human CASMCs treated with thrombin for 6 hours (Fig 1B) , consisted of 4 pooled samples with an average of 12 million reads. This relatively short stimulation period was chosen to focus on primary signalling from GPCR to gene expression, to the exclusion of later responses which may be secondary and beyond responses to the expression of intermediate genes. Among the total number of reads 83.3% of the reads were mapped to the human reference genome (hg19). The differentially expressed genes regulated via PAR-1 mediated transactivation of the EGFR were obtained when CASMCs were treated with thrombin in the presence of EGFR antagonist, AG1478. For   Fig 1. Summary of RNA-sequencing data. Average mapping statistics for each of individual treatments using TopHat. RNA extraction from human CASMCs A Untreated B treated with thrombin for 6 hours C treated with thrombin in the presence of AG1478 (5μM) D treated with thrombin in the presence of SB431542 (10μM) E treated with thrombin in the presence of both AG1478 and SB431542.
https://doi.org/10.1371/journal.pone.0180842.g001 this treatment, there was a total of 2 pooled samples ( Fig 1C) with an average of 13.5 million reads, 82.3% of these reads were mapped to the human reference genome (hg19). To determine the number of differentially expressed genes occurring via the transactivation of the TGFBR1, CASMCs were treated with thrombin in the presence of TGFBR1 antagonist, SB431542. For this treatment group there was a total of 4 samples pooled together (Fig 1D) with an average read of 13.1 million reads. Among the total number of reads 81.2% of the reads were mapped to the human reference genome (hg19). The treatment showing the genes regulated via dual transactivation dependent signalling pathways were treated with thrombin in the presence of EGFR and TGFBR1 antagonists AG1478 and SB431542, respectively (Fig 1E) . A total of 3 individual samples were pooled to give an average of 10.9 million reads. Among the total reads 82.2% of the reads were aligned to the human genome (hg19).
The small sample size in our RNA-Seq study is consistent with other RNA-Seq sequencing studies published which are based on sample sizes of equal to or less than 3 [35] . In human samples greater than 80% of the read pairs can be expected to be mapped to the reference genome [47] . Consistent with the literature [48] the output from our RNA-Seq study shows that over 80% of the reads are mapped to the human genome. This analysis validates that the RNA used to identify the differentially expressed genes are of high quality.
GPCR mediated transactivation of PTKR and S/TKR accounts for over half of GPCR mediated signalling
To assess the contribution of transactivation dependent signalling to overall GPCR signalling, RNA sequencing was conducted. To study the role of PTKR, the EGFR antagonist, AG1478, was used and to study S/TKR transactivation the TGFBR1 antagonist, SB431542, was utilized. We have previously reported that at the concentrations used there is no cross over of inhibitory activity from either drug to either of the target samples [49] . In the present study the differential expression analysis was carried out using a multiple comparison software analysis, edgeR. Each of the treated samples was initially compared to the basal sample. The samples treated with thrombin in the presence of the receptor antagonists were further compared to the CASMCs treated with thrombin alone. The results from this multiple comparison are presented in Fig 2. Thrombin treatment of human CASMCs resulted in 293 differentially expressed genes increasing in expression as compared to basal. A total of 209 genes were differentially regulated when CASMCs were treated with thrombin in the presence of AG1478. In the presence of AG1478, 80 of the 209 differentially expressed genes had an increase in expression as compared to thrombin treatment alone. The remaining 129 genes differentially regulated by AG1478 had a decrease in expression as compared to thrombin treatment alone (Fig 2) . A total of 177 genes are differentially expressed when CASMCs are treated with thrombin in the presence of SB431542. The expression of 26 genes increase in the presence of SB431542 as compared to thrombin treatment alone and 151 genes have a decrease in expression in the presence of the antagonist as compared to thrombin treatment alone (Fig 2) . When the two antagonists were combined, a total of 212 genes were differentially expressed, the expression of 166 genes was decreased in the presence of dual antagonists as compared to thrombin and the expression of 46 genes were increased as compared to thrombin treatment alone (Fig 2) . Thus these results show that transactivation dependent signalling plays an important role in GPCR signalling with 209 genes regulated via the transactivation of the EGFR, 177 genes regulated via thrombin transactivation of the TGFBR1 and 212 genes regulated via dual transactivation of the EGFR and TGFBR1.
Over the past two decades there have been studies expanding on GPCR mediated transactivation signalling of PTKR specifically the EGFR [39, 50, 51] . GPCR mediated transactivation dependent signalling also spans out to include activation of the TGFBR1. Although this latter pathway was first identified a decade ago [17] , there has been a limited amount of studies investigating this transactivation pathway as compared to investigations into the transactivation of the EGFR. Interestingly, the results of this RNA sequencing data show that transactivation dependent signalling via the TGFBR1 is equally as important as transactivation of the EGFR as there is a large number of genes regulated when CASMCs are treated with the respective receptor antagonists in the presence of thrombin.
Of the total number of genes differentially regulated by the individual treatments, a Venn diagram was composed to show commonly regulated genes between the individual transactivation dependent pathways (Fig 3) . Of the 209 genes differentially expressed by thrombin transactivation of the EGFR, there were 14 genes common to transactivation of TGFBR1 and 19 genes were found to be common in thrombin transactivation of the EGFR and in transactivation of both EGFR and TGFBR1. The genes differentially expressed by thrombin transactivation of the EGFR have 50 genes, which are not common with either of the other two treatments (Fig 3) . Thrombin transactivation of the TGFBR1 results in 177 differentially expressed genes, 20 of these genes are in common with thrombin transactivation of both the EGFR and TGFBR1, and 17 genes are specific to transactivation of the TGFBR1. The three individual lists of differentially expressed genes from each of the transactivation pathways share 126 genes which are common. This shows that over 60% of the differentially expressed genes are common between the transactivation dependent signalling pathways. These results indicate that although these two transactivation dependent pathways are independent of each other and their biochemical pathways are mechanistically distinct, they regulate over 60% of the same genes which may indicate that they may be involved in regulating common biological processes.
There are a number of common downstream signalling intermediates which are common to both EGFR and TGFBR1 signalling. MAPKs such as Erk, p38 and Jnk are amongst the common signalling intermediates between the two pathways. MAPKs play a role in transmitting extracellular signals from cell surface receptors to intracellular target and are activated by both TGF-β [52] [53] [54] [55] and EGF [56] [57] [58] . Similarly other serine/threonine kinases such as PI3K and glycogen synthase kinase 3 are common downstream intermediates to both these signalling pathways [57, [59] [60] [61] [62] [63] . Thus common downstream signalling intermediates may allow for convergence; allowing for over 60% of differentially expressed genes to be common between the two pathways.
The differential expression data was divided into the up and down regulated genes of each of the transactivation pathways. The Venn diagram in Fig 4 illustrates that from the 80 genes up regulated in thrombin transactivation of EGFR, 19 genes are also commonly up regulated in thrombin transactivation of the TGFBR1. There are 129 genes that are down regulated via thrombin transactivation of the EGFR and of this gene list 108 are commonly down regulated in thrombin mediated transactivation of the TGFBR1. Interestingly there are 13 genes which are up regulated in thrombin transactivation of the EGFR and down regulated in transactivation of the TGFBR1 (Fig 4) . These results show that over 80% of the genes down regulated by either pathway are common with only 33% of EGFR mediated transactivation dependent signalling to be specific to EGFR and 20% of genes specific to TGFBR1 transactivation.
Genes most up and down regulated by the individual transactivation dependent pathways
Overall, there were 209 genes differentially regulated by thrombin transactivation of the EGFR (Fig 2) . The top 10 up regulated genes are involved in molecular functions such as cytokine activity which controls cell growth, survival and differentiation as well as genes which are involved in transcription factor activity ( Table 1 ). The top most down regulated genes via EGFR transactivation are involved in receptor protein activity and protein kinase binding (Table 1) .
There were a total of 177 genes regulated by thrombin transactivation of the TGFBR1 ( Table 2 ). The top 10 most upregulated genes include genes which were associated with GTPbinding including TUBB2A, TUBB4B and TUBA1C (Table 2 ). Also included in the top most up regulated genes by thrombin transactivation of the TGFBR1 were genes associated with phospholipid binding and phosphatase activity. The majority of the genes down regulated by this transactivation dependent pathway include genes which were associated with transcription factor activity ( Table 2) . Treatment with the two receptor antagonists to assess the contribution of all the transactivation dependent signalling showed 212 genes differentially expressed. The top 10 most upregulated genes of this transactivation pathway were associated with transcription factor activity, cytokine activity and receptor binding activity (Table 3) . From the list of differentially expressed genes occurring via the transactivation of both receptors the most down regulated genes are associated with receptor protein and cytokine activity.
Interestingly many of the top 10 up and down regulated genes are common between the three treatments. Amongst the top 10 most up regulated genes in thrombin transactivation of the EGFR (Table 1 ) and via dual transactivation dependent pathways are NR4A1, CCL20 and IL6 (Table 3) . These genes are involved in regulating transcription factor, cytokine and growth factor activity. The SERPINB2 and the EGR1 are common in the top up regulated genes in thrombin transactivation of EGFR (Table 1) and TGFBR1 (Table 2 ). Interestingly although these two genes are in the top upregulated genes of each of the transactivation dependent pathways when the two receptor antagonists were used together these genes did not appear to be in the top 10 most upregulated genes.
In the top most down regulated genes of each of the treatments there were more than 70% commonly expressed genes. The top 10 most down regulated genes dependent on transactivation of the EGFR, TGFBR1 or both pathways have FGL2, PGCC, IL11, MALL, LRRc38 and EDN1 common between the three conditions (Tables 1-3 ). These genes are commonly associated with cytokine activity and receptor binding. The NR4A2 and NR4A3 genes are common in the top 10 most down regulated genes in thrombin transactivation of TGFBR1 (Table 2) and transactivation of the EGFR (Table 1) , interestingly when the two receptor antagonists were applied together (Table 3) these two genes are amongst the top most up regulated genes. The NR4A1 gene found in the most up regulated genes in thrombin transactivation of the EGFR (Table 1 ) and dual transactivation (Table 3) is amongst the top most down regulated gene via thrombin transactivation of the TGFBR1 (Table 1) . Similarly, the PDGFB and the AREG genes associated with protein heterodimerization and EGFR binding, respectively were found in the top 10 most down regulated genes in the dual transactivation dependent signalling (Table 3 ) and in the top 10 most up regulated genes in thrombin transactivation of the EGFR alone (Table 1) . These results show that while genes may be up/down regulated when the dual transactivation pathways are activated, the genes may act opposing in the presence of a single receptor antagonist thus showing the complex nature of transactivation dependent signalling.
In ovarian cancer cells the ET-1 receptor transactivates the EGFR [64, 65] and the vascular endothelial growth factor receptor [66] leading to the expression of EDN1. The expression of EDN1 has also been shown to be involved in colon and prostate cancer cell lines [67, 68] . EDN1 is one of the most down regulated genes in thrombin mediated transactivation of the TGFBR1 (Table 2 ) and is highly down regulated in the presence of receptor antagonists to both transactivation receptor pathways ( Table 3 ). The role of EDN1 in GPCR mediated transactivation of S/TKR is unknown however EDN1 has a binding site for TGF-β activated Smad transcription factor [69] . In palate development TGF-β treatment increased the expression of EDN1 [70] , thus consistent with our results which show that thrombin can transactivate the TGFBR1 which is involved in the regulation of EDN1. Thus showing that thrombin transactivation of the TGFBR1 and EGFR has the potential to be involved in growth related diseases such as cancer and palate development.
Biological processes regulated by the transactivation dependent pathways
In order to examine the biological processes influenced by each of the transactivation pathways, genes differentially expressed by the different treatments were subjected to functional enrichment analysis based on their gene ontology (GO) annotations. From the 209 differentially expressed and regulated genes by thrombin transactivation of the EGFR, there was 512 GO terms with a false discovery rate (FDR) value of less than 0.05. The top 50 biological terms occurring via thrombin transactivation of the EGFR are listed in Table 4 . There was a total of 177 genes differentially regulated by thrombin transactivation of the TGFBR1, from this gene list 428 GO terms with an FDR value of less than 0.05. The top 50 biological terms from the 428 genes associated with thrombin transactivation of the TGFBR1 listed in Table 5 . Treatment with two receptor antagonists to account for all the transactivation dependent signalling resulted in 212 differentially expressed genes. From this list of genes 440 terms were enriched by dual transactivation dependent signalling. The top 50 GO terms respective to this signalling cascade are listed in Table 6 . From the lists of the top 50 processes most significantly enriched by transactivation dependent signalling, 28 terms were found to be common between the three lists (Tables 4-6). Many of these GO terms are associated with regulation of cell activity as well as terms which are associated with vascular development. This includes development of the cardiovascular system, circulatory system, vasculature and blood vessel. From the list of 50 terms associated with dual transactivation dependent signalling (Table 6 ), five enriched terms were common to thrombin transactivation of the TGFBR1 (Table 5 ). The common terms include biological processes which are involved in cell growth, cell death and tissue development. Similarly there were five GO terms which were common to dual transactivation dependent signalling (Table 6 ) and thrombin transactivation of the EGFR (Table 4) . Terms common to these two lists include biological processes associated with the regulation of angiogenesis, vasculature development and blood vessel morphogenesis as well as terms involved in cellular activity. When comparing the terms regulated by transactivation of the TGFBR1 (Table 5 ) and the EGFR (Table 4 ) there are 5 GO terms which are common to these two pathways which were not found in the top 50 list of terms via dual transactivation (Table 6 ). These 5 terms are associated with regulation of metabolic processes and signal transduction. Furthermore, network analysis was conducted using String DB, Figs 5-7 show the networks over represented in the gene list of the respective transactivation dependent pathways.
The results above show that thrombin transactivation of the EGFR, TGFBR1 or both receptors is involved in regulating a large number of biological processes 512, 428 and 440 terms, respectively. With the two transactivation dependent pathways being mechanistically distinct [15] , the results of these experiments show that over 55% of the top 50 terms regulated are common between the three treatments. Over 60% of the differentially expressed genes described earlier were common to both thrombin mediated transactivation of the TGFBR1 and transactivation of the EGFR. The common differentially expressed genes resulted in over 55% biological terms, which are common between both transactivation pathways. The commonality between the two individual pathways is due the EGFR pathway sharing common downstream signalling intermediates with the TGFBR1 downstream pathway. Serine/threonine kinases such as MAPKs [52] [53] [54] [55] are one of many common downstream intermediates to both the transactivation dependent pathways and may play a role in the convergence of the two signalling pathways to regulate the same biological processes. Our lab has focused on GAG elongation because of its association with atherosclerosis but also because signalling pathways for GAG elongation are distinct from their signalling common responses such as protein signalling and cell proliferation [14] [15] [16] 71] . Never the less GAG elongation has also been an excellent response to characterise transactivation dependent signalling and in that context our work has shown how transactivation dependent signalling makes a major contribution to PAR-1 signalling.
Transactivation dependent signalling is associated with genes regulating vasculature development
To assess the processes influenced by transactivation dependent signalling, the differentially expressed genes were subjected to functional enrichment analysis based on their GO annotations. The biological processes most commonly enriched by the three treatments were linked with vascular development (GO.0072358 Table 7 ). There were 29 genes associated with cardiovascular system development in thrombin transactivation of the EGFR (Table 4) ; 28 genes in thrombin transactivation of the TGFBR1 (Table 5 ) and 31 genes in thrombin transactivation of both the TGFBR1 and EGFR (Table 6 ). All the genes were up regulated by thrombin when compared to basal and down regulated in the presence of AG1478 with the exception of EGR1, HES1, NR4A1, PDGFB, RHOB, SPHK1 and TIPARP (Table 7 ). In the presence of thrombin and TGFBR1 antagonist, SB431542, most of the genes associated with cardiovascular system development were down regulated with the exception of EGR1 and TIPARP (Table 7) . When looking at dual transactivation dependent signalling associated with cardiovascular system development all genes apart from EGR1, HES1 ID1, KLFS, NR4A1, PTGS2 and RHOB were down regulated as compared to thrombin stimulation alone ( Table 7) .
The EGR1 (early growth response 1) gene associated with cardiovascular system development was regulated by the three treatments when compared to thrombin (Table 7) . EGR1 is involved in the development of atherosclerotic lesions and has been shown to play a role in regulating neointimal thickening in response to vascular injury [72] [73] [74] [75] . Thrombin mediated GAG chain elongation evaluated by the mRNA expression of CHST11 and CHSY1 was inhibited in the presence of antagonists to the EGFR and TGFBR1 [33] . However the RNA-Sequencing results show that with treatment of the receptor antagonists in the presence of the thrombin there is an increase in the expression of the EGR1 gene, this may be due to earlier work looking at the pre-inflammatory phase of atherosclerosis. The EGR1 gene is commonly involved in the neointimal thickening which is in the inflammatory phase of atherogenesis.
The ANKRD1 (Ankyrin Repeat Domain 1) gene belongs to the conserved muscle Ankyrin repeat family and is induced in response to inflammation, injury and response to cell stress [76, 77] . The ANKRD1 gene is amongst the differentially expressed genes associated with vascular development. The ANKRD1 gene was involved in the transactivation of the EGFR and the TGFBR1 (Table 7) . ANKRD1 is directly mediated via TGF-β mediated signalling as the ANKRD1 promotor region contains a Smad binding motif [78, 79] . The ANKRD1 gene is associated with the actin cytoskeleton signalling network [80] , in our model thrombin mediated transactivation of the TGFBR1 activates Rho/ROCK signalling via cytoskeletal rearrangement leading to the activation of cell surface integrins [15] . Thus demonstrating a potential signalling pathway for the activation of the ANKRD1 gene via thrombin transactivation of the TGFBR1. The role of ANKRD1 downstream of the EGFR in unknown, however ANKRD1 is induced by stress activated kinases [81] [82] [83] hence we speculate that thrombin mediated transactivation of the EGFR induces the expression of ANKRD1 via the activation of downstream stress activated MAPKs (Erk, p38 and Jnk). MAPK mediated Smad2 linker region phosphorylation correlates with proteoglycan synthesis and GAG chain elongation [84, 85] . In VSMCs thrombin mediated transactivation of the EGFR and TGFBR1 result in the phosphorylation of transcription factor Smad2 in the linker region. Thus GPCR mediated expression of ANKRD1 may signal via Smad2 linker region dependent pathways.
To validate the data from the RNA-Seq experiments we investigated thrombin mediated mRNA and protein expression of ANKRD1. Thrombin treated CASMCs lead to a 1.5-fold increase in ANKRD1 mRNA expression (Fig 8A) . In the presence of TGFBR1 antagonist, SB431542 and EGFR antagonist, AG1478 individually and together they completely abolished thrombin mediated mRNA expression of ANKRD1 (Fig 8A) . The protein expression follows a similar pattern, treatment with thrombin increased ANKDR1 protein levels to 1.5-fold ( Fig  8B) in the presence of the two receptor antagonists thrombin mediated ANKDR1 protein expression is completely inhibited. Thus these results validate the genes that were modulated in this RNA-Seq screen.
Conclusions
GPCRs are one of the most successful class of drug targets on the human genome for the treatment of a variety of diseases [86, 87] . Hence the role of GPCR signalling is of great interest to medical research. GPCRs signal in three main mechanisms, which includes signalling via G proteins to secondary messenger intermediates and via utilization of the signalling pathway and via the utilization of a β-arrestin molecule both which have been extensively reviewed [19, 88] . The third GPCR signalling pathway is via transactivation of PTKR and via transactivation of S/TKR. We subsequently described S/TKR transactivation but again the contribution to overall GPCR signalling was unknown. Hence in this present study, the aim was to determine the contribution of dual transactivation of GPCR mediated signalling by utilizing RNA sequencing to facilitate the identification of the genes regulated by these two transactivation pathways. Using this approach, we have uncovered that thrombin mediated signalling results in 293 differentially expressed genes of these genes approximately 50% of the signalling is occurring via transactivation dependent signalling. Using this approach we have also uncovered that transactivation of the TGFBR1 is as equally important as the transactivation of the EGFR noting that the TGFBR1 transactivation pathway has not yet been as extensively researched.
Hannan et al. [39] used a siRNA approach studied 720 kinase genes associated with Angiotensin II transactivation of the EGFR. Knockdown of 3 genes, TRIO, BMX and CHKA revealed that their activity is required for Angiotensin II mediated transactivation of the EGFR in human mammary epithelial cells [39] . This RNA-Seq sequencing study we explored all the genes that were involved in GPCR mediated transactivation of the EGFR and TGFBR1 in human VSMCs. Although the two transactivation signalling pathways have been reported as to be mechanistically distinct [14, 15] this study shows that these two pathways share in over 65% of the differentially expressed genes. The transactivation dependent signalling pathways shared in over 55% of its top 50 enriched terms, with a majority of these GO terms associated with cardiovascular system development. The two transactivation dependent signalling pathways share in over 65% of common differentially expressed genes. The most regulated genes of these transactivation mediated pathways are involved in molecular functions such as cytokine activity which controls cell growth survival and differentiation. Cytokine activity is involved in different aspects of cancer, development, treatment and prognosis [89] [90] [91] . The EGFR [92] [93] [94] and the TGFBR1 [95] [96] [97] signalling pathways alone play a role in cancer development. Both the EGFR and TGFBR1 signalling pathways share a common transcription factor, Smad2 linker region. The Smad2 linker region plays a role in cancer development [98] [99] [100] . The Smad2 linker region is also associated with other pathophysiological conditions which include but are not limited to proteoglycan synthesis and GAG chain elongation associated with atherosclerosis development [84, 85] . Thus showing that the linker region of the Smad2 may be a transcription factor of interest for to study different biological process occurring via thrombin mediated transactivation of both the EGFR and TGFBR1.
In summary, by generating and utilizing high throughput RNA-Seq data, we have identified that GPCR signalling via transactivation of either of the EGFR or TGFBR1 account for 50% of GPCR signalling. We have identified that these two pathways share in regulation of over 65% of genes of which a majority are involved in the development of the vasculature. This work provides the platform for investigating the molecular basis for transactivation dependent signalling and provides proof that genome wide studies can offer powerful insights into this process. 
